quality and the data distribution in the repository. To illustrate the state of 133 publicly available HTSeq data using quality values, histograms were created for 134 sequencing throughput, base call accuracy, and N content (Fig. 2, 135 Supplementary Fig. 1 ). As Fig. 1 shows, there is a huge bias in numbers of 136 sequencing methods, sequenced organisms, and used sequencing instruments.
137
Thus, we focused on the factor that defines the range of the quality values, not 138 the count of data, which is probably affected by the bias of the number of 139 sequencing instruments. To understand the data attribute that is decisive to its (Fig. 2a, 2b , Supplementary Fig. 2) large for users to be able to browse through, due to the lack of detailed metadata.
212
In contrast, our results can provide information in a way that enables users to 213 look into a large data set and control the amount of data output by their search 214 by setting a threshold regarding the quality value.
215
Our approach also enables visualization of the data distribution to find the 216 relative position of data in a data set of similar features. Moreover, it is now 217 possible to show the distribution of read information and its change over time
218
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